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naling  in  different  physiological  and 
pathophysiological contexts.
It  is  clear  that  PPM1A  plays  a 
crucial  role  in  TGFβ  signaling  by 
regulating the level of R-Smad phos-
phorylation,  but  the  specificity  and 
selectivity  of  PPM1A  for  R-Smads 
remains to be seen. Lin et al. (2006) 
report  that within  the  R-Smad mol-
ecules,  PPM1A  appears  to  show 
specificity  in  dephosphorylating  the 
SXS motif, as phosphorylated Ser212 
of  Smad3  (a  target  of  Cdk4)  is  not 
dephosphorylated by PPM1A (Lin et 
al., 2006). However, there is evidence 
that  PPM1A  may  also  target  other 
pathways  or  proteins,  including  the 




this,  induction  of  p38  or  Akt  phos-
phorylation by TGFβ  is  not  reduced 
by PPM1A in Mv1Lu or NIH 3T3 cells 
(Lin et al., 2006). Although the major 
role  of  PPM1A  may  be  to  impinge 
on  TGFβ-regulated  Smad  signaling, 
it  nonetheless  appears  certain  that 
PPM1A has  other  targets  and  func-
tions. These other functions may be 
concordant  with  the  downstream 
effects of PPM1A-mediated dephos-
phorylation of Smad2/3, or they may 
be  completely  independent  of  the 
effects of PPM1A on Smad2/3. Teas-
ing  apart  how  these  various  path-
ways may be connected or regulated 
independently  by PPM1A will  be  an 
interesting challenge for the future.
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In this issue of Cell, Grosschedl and colleagues (Dobreva et al., 2006) report that the nuclear 
matrix protein Satb2 represses Hoxa2 expression and acts with other regulatory proteins 
to promote osteoblast differentiation. This work suggests a molecular mechanism that 
enables the integration of patterning and differentiation during bone formation.Organogenesis  depends  upon  a 
well-ordered series of events involv-
ing  coordination  of  the  molecular 
pathways  that  regulate  the  genera-
tion  and  patterning  of  specific  cell 
types.  A  key  question  is  whether 
regulatory networks for cell differen-
tiation and patterning overlap or are 
separate  processes. Skeletal  devel-840  Cell 125, June 2, 2006 ©2006 Elsevieopment  is  an  excellent  context  for 




tion  and  patterning  from  studies  of 
model organisms and human muta-
tions  (Karsenty  and Wagner,  2002). 
For  example,  members  of  the  Hox r Inc.homeodomain family of transcription 
factors are major regulators of skel-
etal  patterning,  whereas  the  Runt 
domain  protein  Runx2  is  a  master 
regulator  of  transcription  that  con-
trols  osteoblast  differentiation.  The 
patterning  of  skeletal  elements  and 
bone formation are generally thought 
to represent distinct pathways; how-

















in  several  vertebrate  species  reveal 
reciprocal homeotic transformations 




in  Trainor  and  Krumlauf,  2001).  In 
addition, Hoxa2 has a separate  role 
in  antagonizing  bone  formation,  as 
loss  of Hoxa2  causes  an  upregula-
tion of Sox9 and Runx2 during osteo-






chedl  and  colleagues  (Dobreva  et 
al., 2006  ) make an  important stride 
toward  this  goal  by  demonstrating 
that the nuclear matrix protein Satb2 
represses  Hoxa2  expression  and 







ment of  chromatin  fibers  to  nonhis-
tone chromosomal protein scaffolds 
within  the  nucleus,  termed  the 
nuclear matrix. Specific AT-rich DNA 
sequences at the base of looped-out 
chromatin  domains  are  attachment 
sites  for  the  nuclear matrix  and  are 
postulated to play important roles in Cell 125regulating cell-specific gene expres-
sion. Transcriptional activity is depen-
dent  upon  the  state  of  chromatin 
condensation.  Various models  have 
proposed  that  decondensed  chro-
matin  loops out, thus facilitating the 





tion, modification,  and  gene  tran-
scription  based  on  its  ability  to 





Satb2  interacts with MARs  of  the 
immunoglobulin  µ  locus  in  pre-B 
cells.  Its  ability  to  increase  gene 
expression  is  dependent  upon 
SUMO  modifications  mediated 







Using  targeted  mutagenesis  of 
Satb2 in mouse, Dobreva et al. (2006) 
provide  insight  into how the nuclear 
matrix,  chromatin  remodeling,  and 




palate  formation,  the  investigators 
found  that  Satb2  regulates  fusion 
of palatal shelves in the mouse. The 
most  striking  phenotypes  detected 
in  mice  lacking  Satb2  are  cranio-
facial  defects  in  skeletal  elements 
and  the  inhibition  of  normal  osteo-
blast  differentiation.  By  combining 
an  impressive  series  of  molecular 
and genetic approaches, the authors 
reveal  that Hoxa2  is a critical  target 
gene  for  repression by Satb2  in  the 




ing  both  Satb2  and  Hoxa2.  Protein 
binding  and  regulatory  analyses 
demonstrate  that  Satb2  binds  to  a 
consensus MAR site in an enhancer , June 2, 2006 ©2006 Elsevier Inc.  841
3′  of  the Hoxa2  gene  and  that  this 
motif  is  important  for  its  regulatory 
activity. Therefore, Hoxa2  is a direct 
transcriptional  target  of  Satb2  in 
osteoblast differentiation. This raises 
the question of whether Satb2 regu-
lates  the  function  of Hoxa2  in  both 
patterning and differentiation or acts 
exclusively  in osteoblast differentia-
tion.  It  is  interesting to note that the 
3′  cis-regulatory  module  involved 
in  mediating  the  Satb2  interaction 
is distinct  from  the 5′  cranial  neural 





of Hoxa2  expression  in neural  crest 
and  osteoblast  cells  (Figure  1).  It 
remains  to  be  determined  whether 




Dobreva  et  al.  (2006)  demonstrate 
by  transcriptional  profiling  that  a 
wide  variety  of  transcription  fac-
tors,  extracellular  matrix  proteins, 
and  metalloproteinase  components 
important  in  bone  formation  are 
activated  or  repressed.  Chroma-
tin  immunoprecipitation  (ChIP)  and 
transactivation  experiments  reveal 
that Satb2 can bind to and regulate 
bone  sialoprotein  (Bsp)  and  osteo-
calcin  (Ocn)  genes,  themselves 
critical  components  in  osteoblast 
formation.  This  strongly  suggests 
that  Satb2  has  multiple  inputs  into 
transcriptional control of osteoblast 
differentiation (Figure 1). Insight into 
another  property  of  Satb2  arose 
from  characterization  of  the  Ocn 
response to Satb2. Unlike Hoxa2 and 842  Cell 125, June 2, 2006 ©2006 ElseviBsp,  no  consensus  Satb2  binding 
sites  could  be  detected  in  the Ocn 
locus,  although  ChIP  assays  with 
Satb2 show binding, thus suggesting 
indirect interactions. The osteoblast 




synergy  between  Satb2,  Runx2, 
and  ATF4  in  regulating  the  expres-
sion of Ocn. On the basis of genetic 
synergy  between  mouse  mutants, 




and  ATF4  to  stimulate  cooperative 
binding  and  Ocn  expression.  This 




itself  modulates  gene  activity  but 
may also assemble complexes with 
other DNA binding proteins to poten-
tiate  their  activity.  Interactions  with 
Satb2 might  stabilize weak  interac-
tions  between  activators,  such  as 
Runx2 and ATF4. Alternatively, acti-
vators may be  tethered on a site  in 
the  nuclear  matrix  that  enhances 
complex stability via additional pro-
tein-protein interactions.
The  ability  of  MARs  and  nuclear 
matrix proteins to facilitate transcrip-
tion and the assembly of complexes 
may  be  analogous  to  recent  evi-
dence in yeast that links active genes 







al.,  2006).  Hence,  the  nuclear  pore 
provides  a  gateway  for  additional 





ent  modes  of  Satb2  activity  will  be 
important for a detailed understand-
ing of how the nuclear matrix, chro-
matin  structure,  and  transcriptional 
activity  coordinate  the  regulation 
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